Key indicators: single-crystal X-ray study; T = 291 K; mean (C-C) = 0.003 Å; R factor = 0.047; wR factor = 0.137; data-to-parameter ratio = 16.7.
1 (7) ring motifs. The chains are linked by N-HÁ Á ÁO hydrogen bonds and C-HÁ Á ÁO interactions, leading to the formation of a three-dimensional network.
Related literature
For the coordination chemistry of Schiff base and hydrazone derivatives, see: Kucukguzel et al. (2006) ; Karthikeyan et al. (2006) . For 4-aminobenzohydrazide-derived Schiff base structures, see: Xu (2012); Shi & Li (2012) ; Bakir & Green (2002) ; Kargar et al. (2012a,b) . For standard bond lengths, see: Allen et al. (1987) . For hydrogen-bond motifs, see: Bernstein et al. (1995) .
Experimental
Crystal data Refinement R[F 2 > 2(F 2 )] = 0.047 wR(F 2 ) = 0.137 S = 1.05 6081 reflections 365 parameters H-atom parameters constrained Á max = 0.19 e Å À3 Á min = À0.17 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). characterized crystallographically.
The asymmetric unit of the title compound, Fig. 1 , comprises two crystallographically independent molecules (A and B)
both with an E conformation around the C═N bond. The bond lengths (Allen et al., 1987) and angles are within normal ranges and are comparable to those reported for related structures (Xu, 2012; Shi & Li, 2012; Bakir & Green, 2002; Kargar et al. (2012a,b) . In each molecule there is an intramolecular O-H···N hydrogen bond making an S(6) ring motif.
The dihedral angles between the substituted phenyl rings (C1-C6/C9-C14 in molecule A and C16-C21/C24-C29 in molecule B) are 17.49 (9) and 10.03 (9)°, respectively.
In the crystal, N-H···O hydrogen bonds (Table 1 and Fig. 2) link neighbouring independent molecules into infinite chains, of the type -A-B-A-B-, along the a axis, enclosing R 1 2 (7) ring motifs (Bernstein et al., 1995) . The chains are linked by N-H···O hydrogen bonds and C-H···O interactions leading to the formation of a three-dimensional network (Table 1) .
The title compound was synthesized by adding 1 mmol of methyl 4-aminobenzoate to a solution of 5-methylsalicylaldehyde (1 mmol) in methanol (30 ml). The mixture was refluxed with stirring for 30 min and after cooling to room temperature a light-yellow precipitate was filtered and washed with diethylether and dried in air. Yellow prismatic crystals of the title compound, suitable for X-ray structure analysis, were recrystallized from ethanol by slow evaporation of the solvents at room temperature over several days.
Refinement
The N-bound H-atoms were located in a difference Fourier map and were constrained to ride on their parent N atoms with U iso (H) = 1.2U eq (N). The OH and C-bound H atoms were included in calculated positions and treated as riding atoms: O-H = 0.82 Å, C-H = 0.93 and 0.96 Å for CH and CH 3 H atoms, respectively, with U iso (H) = k × U eq (O,C) where k = 1.5 for OH and CH 3 H atoms and = 1.2 for other H atoms. 
Computing details

Figure 1
A view of the molecular structure of the two independent molecules of the title compound, showing 40% probability displacement ellipsoids and the atomic numbering. The intramolecular O-H···N hydrogen bonds are shown as dashed lines (see Table 1 for details).
Figure 2
A view along the c axis of the crystal packing of the title compound. The N-H···O hydrogen bonds and the C-H···O interactions are shown as dashed lines (see Table 1 for details; Only the H atoms involved in these interactions are shown). 
(E)-4-Amino-N′-(2-hydroxy-5-methylbenzylidene)benzohydrazide
Special details Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) (10) 0.0423 (9) 0.0098 (7) 0.0070 (7) 0.0025 (7) (8) C5 0.0425 (9) 0.0509 (10) 0.0554 (11) 0.0041 (7) 0.0035 (8) 0.0024 (8) C6 0.0385 (8) 0.0546 (10) 0.0448 (9) 0.0091 (7) 0.0001 (7) 0.0065 (8) C7 0.0316 (8) 0.0521 (10) 0.0436 (9) 0.0071 (7) 0.0065 (7) −0.0001 (7) C8 0.0412 (9) 0.0468 (9) 0.0474 (9) −0.0015 (7) 0.0095 (7) 0.0034 (7) C9 0.0476 (9) 0.0415 (9) 0.0466 (9) 0.0020 (7) 0.0176 (8) 0.0011 (7) 0.0393 (9) 0.0522 (10) 0.0464 (10) −0.0011 (7) 0.0042 (7) 0.0109 (8) C23 0.0337 (8) 0.0553 (10) 0.0484 (10) 0.0044 (7) 0.0071 (7) 0.0073 (8) C24 0.0355 (8) 0.0450 (9) 0.0474 (9) −0.0010 (7) 0.0053 (7) 0.0064 (7) C25 0.0357 (8) 0.0454 (9) 0.0523 (10) −0.0022 (7) 0.0055 (7) 0.0050 (7) O2 0.0516 (7) 0.0749 (10) 0.0781 (9) −0.0115 (6) 0.0052 (7) 0.0092 (7) O3 0.0382 (7) 0.0875 (9) 0.0533 (7) 0.0084 (6) Symmetry codes: (i) −x+1, −y+1, −z+1; (ii) −x, −y+1, −z+1; (iii) x, y+1, z; (iv) x, y, z+1.
